cultivable and molecular fingerprints demonstrated that only a small fraction of phylotypes (6.2%) was 32 correlated. While the total number of different phylotypes was higher in the molecular data set, the 33 total number of identifications down to the species level was higher in the culturomic approach. To 34 determine host-specific microbiomes, the advantages of molecular approaches should be combined 
63
The human nose may be referred to as a connection site between the lumen inside of the 64 human body and its outer ecological environment. Filtering, warming and humidifying the inhaled air, 4 it functions as a passage to the lungs and the paranasal sinuses and exhibits a high diversity of 66 anatomical sites on a narrow space (Geurkink, 1983; Wagenmann and Naclerio, 1992) . Skin-like 67 squamous epithelium containing vibrissae and sebaceous or sweat glands can be found in the anterior 68 vestibules whereas the deeper nasal cavity is characterised by pseudostratified columnar ciliated 69 epithelium (respiratory epithelium) being covered with a mucus blanket that is in constant movement 70 (Geurkink, 1983; Cheesman and Burdett, 2011) . In this posterior part of the nasal cavity, three nasal 71 meatuses (superior, middle and inferior meatus) are found located beneath each of the corresponding 72 nasal conchae. The knowledge about these entirely different anatomical structures appearing close to 73 each other inevitably leads to the hypothesis of defined ecological niches and microbial structures.
74
However, this factor has been widely disregarded hitherto (Glück, 2001 ) and studies of the human 75 nasal microbiome either focused on one anatomical site (Feazel et al., 2012) 
108
Propionibacterium avidum and Propionibacterium granulosum, were present in 58.8% and 50.0% of 109 patients, respectively. These seven species were categorised as part of the cultivable core microbiome.
110
All other species cultivated were found in less than 50% of patients. 
140
Nearly all species/genera that had been isolated from at least five different patients could also 141 be found throughout all nasal habitats. Of these, only Acinetobacter lwoffii and Corynebacterium 142 simulans were not found in all four habitats (Fig. 1A) . Table S4 ). Thus, the posterior 148 vestibules were colonised in 100% of individuals who were categorised as S. aureus carriers.
149
In fact, microbial fingerprints were generally more similar between sites within the same host, 
155

Analysis of the co-existence of cultivable members of the nasal microbiota
156
In order to investigate the co-occurrence patterns of species, cluster analysis was used to determine 157 how often (across samples) these groups of species co-inhabit together (Field et al., 1982) . When 
166
Streptococcus mitis/oralis and Actinomyces odontolyticus (54.6%). However, these species were found 167 to be present together with the core members at a similarity level of less than 50% (Fig. 3) . were also always detected in both patient groups (Fig. 1B) Table S7 ). Higher numbers were 195 identified exclusively in either the culturome (n = 53) or the molecular data set (n = 113) ( Table 2) .
196
Analysing the resolution of both approaches, the high fidelity of species identification by cultivation 197 was demonstrated as expected. Of the 64 different taxa identified via cultivation, 62 (96.9%) could be 9 tracked down to their species level. While the molecular approach yielded a higher number of different 199 phylotypes (n = 124), only 33 (26.6%) were identified to species level (Table 3) 
294
Of note, other aspects such as ethnic origin, age, allergies or medical use should still be taken into 295 account as probable drivers for these individual microbial "fingerprints" of the nasal microbiota and 296 should be investigated in a higher resolution in following studies.
297
While metagenomic data emerge increasingly, there is an obvious lack of comparative 298 analysis of this method with other techniques. In this study, we were able to cultivate species that 299 could not be found via next generation sequencing and to identify a higher number of isolates down to 300 their species level (Table 3) across these samples, a species-similarity matrix was generated using the Bray-Curtis coefficient.
420
Most prevalent species (present in ≥ 5 patients) were clustered using group-average agglomerative 
698
The complete list of identifications down to species level in the subset analysed via culture dependent 699 and independent methods is given in Table S7 . 700 701
